Figure S1. Effect of Hfq on equilibrium endpoint of RNA-beacon annealing. Left, 50 nM D16 RNA and 50 nM dMB-D16 beacon were allowed to base pair, and the relative fluorescence intensity of the RNA-beacon duplex measured at 515 nM at equilibrium. Hfq protein was added and samples equilibrated after each addition before the fluorescence was recorded. Right, the concentration of RNA-beacon duplex (DB) and apparent dissociation constant for the duplex were calculated from the change in fluorescence. Plot of K d (app) vs. [Hfq 6 ] is consistent with competitive inhibition model. The K d obtained from this titration was close to that measured from direct tirations (24 vs 19.6 nM); the K I for Hfq is greater than expected based on association of Hfq with single-stranded D16 (138 vs. 23 nM).
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